We present the draft genome sequences for 26 strains of Porphyromonas (P. canoris, P. gulae, P. cangingavalis, P. macacae, and 7 unidentified) and an unidentified member of the Porphyromonadaceae family. All of these strains were isolated from the canine oral cavity, from dogs with and without early periodontal disease.
Bacterial isolates were grown on Columbia blood agar (CBA) containing 5% defibrinated horse blood supplemented with 5 mg/L Hemin (catalog no. H9039; Sigma) and 0.5 mg/L Menadione (catalog no. M5625; Sigma). The isolates were incubated at 38°C in an anaerobic cabinet (DonWhitley Scientific Ltd., Shipley, United Kingdom) (80% nitrogen, 10% hydrogen, and 10% carbon dioxide) for 1 to 21 days. DNA extraction was performed on scrapings resuspended in 3 mL brain heart infusion broth (BHI) (catalog no. CM1135; Oxoid), using the Joint Genome Institute DNA isolation bacterial cetyltrimethylammonium bromide (CTAB) protocol.
Following genomic DNA extraction, 16S rRNA genes were amplified by PCR using 16S universal primers. Two forward primers, AC84 (5= AGA GTT TGA TYM TGG CTC AG 3=) and AC83 (5= AGG GTT CGA TTC TGG CTC AG 3=, which contains sequence specific to the Bifidobacteriaceae), were used. Both primers are homologous to Escherichia coli position 8 to 27. The reverse primer was C72 (5= GYT ACC TTG TTA CGA CTT 3=), which is homologous to E. coli position 1492 to 1509.
Two Illumina sequencing library preparation protocols were used, one based on mechanical shearing of DNA, and another based on tagmentation. The tagmentation libraries were constructed using the Nextera DNA sample prep kit (Epicentre) according to the manufacturer's instructions. The libraries were size selected (300 to 600 nucleotides) on a PippinPrep instrument (Sage Science). For the mechanical shearing libraries, genomic DNA was subjected to sonication using a Bioruptor sonication device (Diagenode) programmed to generate 200 to 300 nucleotide fragments. These fragments were then transferred to an automated DNA library preparation platform Apollo 324 (IntegenX), where steps of end-repair, A-tailing, and bar code adapter ligation were carried out. Subsequently, adapter-ligated samples were subjected individually to 11 cycles of PCR amplification (with a Qiagen kit, [catalog no. 201205]), cleaned up, and size selected (320 bp) on a PippinPrep device (Sage Bioscience). All libraries were sequenced on an Illumina HiSeq 2000 machine.
All sequence processing and assembly of the Illumina reads were performed using the A5 assembly pipeline (3). Automated annotation was performed using the RAST annotation server (4). The assembly and annotation statistics are presented in Table 1 .
Nucleotide sequence accession numbers. All 26 assemblies described in this paper have been deposited as whole-genome shotgun projects in DDBJ/EMBL/GenBank under the accession numbers provided in Table 1 .
